Background
The rapid growth of the biomedical literature and genomic information present a major challenge for determining the functional relationships among genes. Several bioinformatics tools have been developed to extract and identify gene relationships from various biological databases. In this study, we develop a Web-based bioinformatics tool called Feature Annotation Using Nonnegative matrix factorization (FAUN) to facilitate both the discovery and classification of functional relationships among genes. The algorithms of nonnegative matrix factorization (NMF) described in [1] are used. Both the computational complexity and parameterization of NMF for processing gene sets are discussed. FAUN is first tested on a small manually constructed 50-gene (50TG) collection that we, as well as others, have previously used [2] . The screenshots of FAUN feature classification and gene-to-gene correlation for the 50TG collection are shown in Figures http://www.biomedcentral.com/1471-2105/9/S7/P1
